Acinetobacter nosocomialis is an opportunistic human pathogen that is part of the Acinetobacter calcoaceticus/Acinetobacter baumannii (ACB) complex. Here, we report the complete genome sequence of Acinetobacter nosocomialis strain M2.
90% of reads, and with a target output of 500 Mbp. Canu v1.8 (12) , with standard settings and an estimated genome size of 3.8 Mbp, was used to correct and trim reads. Reads were then assembled using Unicycler v0.4.7 (13) with standard settings for long reads, including error correction. Polishing of the assembly was carried out using medaka v0.6.5 (ONT), followed by Pilon v1.23 (14) with standard settings, the latter using Illumina MiSeq reads that were originally used to create the previously described strain M2 draft genome assembly (1) . All trimmed reads from both sequencing runs were mapped onto the final assembly using Minimap2 v2.1.7 (15) and Bowtie2 v2.3.5.1 (16) , with standard settings, for ONT MinION reads and Illumina MiSeq reads, respectively. Average coverage depth of the A. nosocomialis genome, as calculated by SAMtools v1.9 (17) , was 720ϫ with ONT reads and 331ϫ with Illumina reads. The final assembly was annotated using the NCBI Prokaryotic Genome Annotation Pipeline v4.8 (18, 19) . The complete assembled genome of A. nosocomialis strain M2 consists of one circular chromosome of 3,824,973 bp having a 38.8% GC content and 3,458 protein-encoding genes.
Data availability. The complete genome sequence of A. nosocomialis strain M2 reported here was deposited in GenBank under accession number CP040105. Basecalled reads can be found in the Sequence Read Archive under accession number SRR9018422.
